Strain ATCC 393 (= NCDO 161) was selected as the neotype strain of Lactobacillus casei subsp. casei by Hansen and Lessel (5) . This selection was based on the results of a few carbohydrate fermentation experiments and other phenotypic characteristics. Subsequent DNA-DNA hybridization experiments revealed little homology between authentic strains belonging to the subspecies of L. casei and strain ATCC 393T (T = type strain) (1, 3, 8) . On the basis of these results, Collins et al. (1) casei and rejection of the species name L . paracasei. According to the rules of the International Code of Nomenclature of Bacteria (7), the proposed new species name (L. paracasei) has priority. However, we request that the Judicial Commission take Rules 18g and 1% into account. The designation of a new species could cause chaos in an already unstable nomenclature.
L . casei subsp. casei ATCC 393T and L . casei subsp. rhamnosus ATCC 15820, previously the type strain of "Lactobacterium zeae" (6), grouped in cluster I at r L 0.90 ( Fig.  1 ) and exhibited a level of DNA homology of 80% (Table 1) (1) reported a high level of DNA homology between L. casei subsp. casei ATCC 393T and L. casei NCDO 173 received from R. P. Tittsler. On the basis of our findings and those of other workers, it is clear that more strains from the original "Lactobacterium zeae" group will have to be studied.
Cluster I11 contained L . casei subsp. rhamnosus ATCC 7469T, ATCC 11981, ATCC 10863, and ATCC 9595 at r L 0.77. The overall protein patterns of the strains belonging to this cluster were similar to each other, but differed from the protein patterns obtained for strains belonging to clusters I and I1 (Fig. 1) . The results obtained from a numerical analysis of total soluble cell protein patterns and DNA-DNA hybridization experiments (Table 1) (Fig. 1) .
Some of the DNA homology values listed were obtained from reference 3. The methods used for DNA-DNA hybridization were the methods described by Dellaglio et al. (2) .
ND, Not determined. NC, Not clustered.
1). These results suggest that these two strains are genotypically not identical. However, more strains of L. coryniformis will have to be subjected to numerical analysis of total soluble cell protein patterns and DNA-DNA hybridization. L. casei subsp. pseudoplantarum NCDO 1045 did not fall into any of the three protein clusters (Fig. 1) . The protein profile of strain NCDO 1045 was different from the protein profiles of L. casei subsp. pseudoplantarum NCDO 2743T and DSM 20207 and all of the other strains included in our study (Fig. 1) . We did not determine the levels of DNA homology between strain NCDO 1045 and the other strains. Therefore, the taxonomic status of L. casei subsp. pseudoplantarum NCDO 1045 remains uncertain.
The protein patterns and DNA homology values obtained for L. coryniformis subsp. torquens, Lactobacillus bavaricus, Lactobacillus agilis, and Lactobacillus curvatus indicated that these organisms are distinct and separate species.
Description of L . c a d neotype strain ATCC 334. Cells are rod shaped (ca. 0.8 to 1.0 by 3.0 to 4.0 pm) and occur singly or in chains, depending on the growth conditions. Gram reaction positive. Nonmotile and nonsporeforming. Grows at 10 and 45°C. Facultatively heterofermentative with the production of L-(+)-lactic acid. Acid is produced from ribose, galactose, D-glucose, D-fructose, D-mannose, mannitol, a-methyl+-glucoside, N-acetylglucosamine, amygdalin, arbutin, salicin, cellobiose, maltose, lactose, sucrose, trehalose, inulin, melezitose, D-turanose, D-tagatose, and gluconate. Acid is not produced from the other carbohydrates included in the API 50CH system. Gas is produced from gluconate. Catalase, benzidine, urease, and indole tests are negative. Nitrate is not reduced to nitrite, and ammonia is not produced from arginine. Esculin is hydrolyzed. The murein type is LYS-D-ASP. The G+C content of the DNA is 46 mol%. Isolated from Emmenthal cheese.
